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AͲrepeat�504�RNA�(hXIST) Bacterial�EͲlactamase�504�RNA
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SHARP/SPEN,�2Ͳfold�from�6.25�PM�

SHARP/SPEN,�2Ͳfold�from�5�PM�

Kd 10�to�100�nM

SHARP/SPEN�bind�~500�b�long�RNA�with�affinity�at�the�midͲnanomolar range
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